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RECEPTOR ASSOCIATED PROTEIN AND USE OF SAME IN THE 
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<140> 
<141> 
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<160> 2 

<170> Patentin Ver. 2.1 

<210> 1 
<211> 1630 
<212> DNA 
<213> Mussp. 

<220> 
<221> CDS 
<222> (86)..(1138) 

<220> 

<221> misc_feature 
<222> (143) 

<223> n=t or a, Xaa=Leu or lie 
<220> 

<221> misc_feature 
<222> (431) 

<223> n=c or a, Xaa=Leu or lie 
<220> 

<221> misc_feature 
<222> (776) 

<223> n=c or a, Xaa=Leu or lie 
<220> 

<221> mlsc feature 



30 



35 



45 



50 




WO 00/34310 PCT/US99/29267 

-2- 

<222> (1004) 

<223> n=c or a. Xaa=Leu or He 
<400> 1 

tttaccgcta ccggtaggga ccgtgagtgg cggcaggccg gctctccggc gctcccctcc 60 

5 cctcctccct ccctccctgt ccgcc atg gcc atg agg cag acg ccg etc act 112 

Met ALa Met Arg Gin Thr Pro Leu Thr 
1 5 

tgc teg ggc cac acg egg cec gtg gtg gat ntg gcc ttc age ggc ate 160 
Cys Ser Gty His Thr Arg Pro Val Vat Asp Xaa Ala Phe Ser Gly lie 
10 15 20 25 

acg cct tac ggc tac ttt ctg ate age get tgc aaa gat ggc aag cec 208 
Thr Pro Tyr Gly Tyr Phe Leu lie Ser ALa Cys Lys Asp Gly Lys Pro 
30 35 40 

atg etc egc eag gga gat aca gga gac tgg att gga aca ttt ttg ggt 256 
ID Met Leu Arg Gin Gly Asp Thr Gly Asp Trp lie Gly Thr Phe Leu Gly 

45 50 55 

cat aaa ggt get gtt tgg ggt gca aca ttg aat aag gat gcc ace aaa 30A 
His Lys Gly Ala Val Trp Gly Ala Thr Leu Asn Lys Asp ALa Thr Lys 
60 65 70 

20 get geg aca gca get gca gae ttc aca gcc aaa gta tgg gat gcg gtc 352 

Ala Ala Thr Ala Ala Ala Asp Phe Thr Ala Lys Val Trp Asp Ala Val 
75 80 85 

tea gga gat gaa ttg atg ace ctg get cat aag cac att gtc aag act 400 
Ser Gly Asp Glu Leu Met Thr Leu Ala His Lys His lie Val Lys Thr 
90 95 100 105 

gtg gat ttc aca cag gat age aat tac ctg nta act ggg gga cag gat 448 
Val Asp Phe Thr Gin Asp Ser Asn Tyr Leu Xaa Thr Gly Gty Gin Asp 
110 115 120 

aaa ctg ctg egc ata tat gac ttg aac aaa cct gaa gca gaa cct aag 496 
Lys Leu Leu Arg lie Tyr Asp Leu Asn Lys Pro Glu Ala Glu Pro Lys 
125 130 135 

gaa ate agt ggc cac act tct ggt att aaa aag get ctg tgg tgc agt 544 
Glu lie Ser Gly His Thr Ser Gly He Lys Lys Ala Leu Trp Cys Ser 
HO 145 150 

gac gat aaa cag ate ctt tea gcg gat gat aaa act gtt egg etc tgg 592 
Asp Asp Lys Gin lie Leu Ser Ata Asp Asp Lys Thr Val Arg Leu Trp 
155 160 165 



gat cat gcc aca atg aca gaa gtg aaa tct ctg aat ttt aat atg tct 640 
Asp His Ala Thr Met Thr Glu Val Lys Ser Leu Asn Phe Asn Met Ser 
4U 170 175 180 185 

gtt age age atg gag tat att cet gaa gga gag att ttg gtt att act 688 
Vat Ser Ser Met Glu Tyr lie Pro Glu Gly Glu lie Leu Val lie Thr 
190 195 200 



tat gga cga tct att get ttt cat agt gca gta agt ctg gag eea att 736 
Tyr Gly Arg Ser lie Ala Phe His Ser Ala Val Ser Leu Glu Pro He 
205 210 215 

aaa tec ttt gaa get cct geg ace ate aat tct gcg tct ntt eat cea 784 
Lys Ser Phe Glu Ala Pro Ala Thr He Asn Ser Ala Ser Xaa His Pro 
220 225 230 

gag aag gag ttt ctt gtt geg ggt gga gaa gae ttt aaa ctg tac aag 832 
Glu Lys Glu Phe Leu Val Ala Gty Gty Glu Asp Phe Lys Leu Tyr Lys 
235 240 245 

tat gat tat aac agt gga gaa gag tta gaa tec tac aaa ggt cac ttt 880 
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20 
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Tyr Asp Tyr Asn Ser Gty Glu Glu Leu Glu Ser Tyr Lys Gly His Phe 
250 255 260 265 

ggt ccc att cac tgt gtg aga ttc agt cct gat ggg gaa etc tat gcc 928 
Gly Pro He His Cys Vat Arg Phe Ser Pro Asp Gly Glu teu Tyr Ala 
270 275 280 

age ggt tct gaa gat ggg aca ttg aga ttg tgg caa act gtg gta gga 976 
Ser Gly Ser Glu Asp Gly Thr Leu Arg Leu Trp Gin Thr Val Val Gly 
285 290 295 

aag aec tat ggc etg tgg aaa tgc gtg ntt cct gag gaa gac age ggg 1024 
Lys Thr Tyr Gly Leu Trp Lys Cys Val Xaa Pro Glu Glu Asp Ser Gly 
300 305 310 

gaa etg gea aag eea aag ate gga ttt cca gaa aca gca gag gaa gag 1072 
Glu Leu Ala Lys Pro Lys He Gly Phe Pro Glu Thr Ala Glu Glu Glu 
315 320 325 

etg gca gaa gaa att get tea gag aat tea gat tee ate tat tea tea 1120 
Leu Ala Glu Glu lie Ala Ser Glu Asn Ser Asp Ser lie Tyr Ser Ser 
330 335 340 345 

act cct gaa gtt aag gcc tgageatcag acgtgtgctg ccgaaaccat 1168 
Thr Pro Glu Val Lys Ala 
350 

atgttcatgg aetaaacaag cagagacaag catecgcctt eagagttact gtctgectga 1228 
ggeaaagagg gcagaaaata ttggggeata tgagttagct ccagtgcaeg aacagctaet 1288 
cagtgttgce egtgagtgaa aatggetgag tgtetgaggt gcaggeagga ggattgtgct 1348 
cacatagtgc catagcctge tgtttggaat gaaaageeaa cttacaatet ecattttaea 1408 
ectaaatttc ttttagctgt ttatgttatg aagaagaaaa atatattggc etatttttct 1468 
gactttecct taaagaagaa tgcctttttg tccttgeeta gtgatgaaga ggaggaaata 1528 
catgataaag taaccggttt gatctetttc attgtacaag gaetgcttea gaaeagetea 1588 
tatttttagt tatctaaata aaatgeetct aaaataaaaa aa 1630 



<210>2 
30 <211>351 
<212> PRT 
<213> Mussp. 

<400> 2 

Met Ala Met Arg Gin Thr Pro Leu Thr Cys Ser Gly His Thr Arg Pro 
OD 1 5 10 15 

Val Val Asp Xaa Ala Phe Ser Gly He Thr Pro Tyr Gly Tyr Phe Leu 
20 25 30 

lie Ser Ala Cys Lys Asp Gly Lys Pro Met Leu Arg Gin Gly Asp Thr 
35 40 45 

40 Gly Asp Trp He Gly Thr Phe Leu Gly His Lys Gly Ala Val Trp Gly 

50 55 60 

Ala Thr Leu Asn Lys Asp Ala Thr Lys Ala Ala Thr Ala Ala Ala Asp 
65 70 75 80 



25 



45 



Phe Thr Ala Lys Val Trp Asp Ala Val Ser Gly Asp Glu Leu Met Thr 
85 90 95 

Leu Ala His Lys His He Val Lys Thr Val Asp Phe Thr Gin Asp Ser 
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100 105 110 

Asn Tyr Leu Xaa Thr Gly Gty Gin Asp Lys Leu Leu Arg lie Tyr Asp 
115 120 125 

Leu Asn Lys Pro 6lu Ala Glu Pro Lys Glu lie Ser Gly His Thr Ser 
130 135 140 

Gly He Lys Lys Ala Leu Trp Cys Ser Asp Asp Lys Gin lie Leu Ser 
150 155 160 

Ala Asp Asp Lys Thr Val Arg Leu Trp Asp His Ala Thr Met Thr Glu 
165 170 175 

Val Lys Ser Leu Asn Phe Asn Met Ser Val Ser Ser Met Glu Tyr lie 
1S0 185 190 

Pro Glu Gly Glu He Leu Val lie Thr Tyr Gly Arg Ser He Ala Phe 
195 200 205 

His Ser Ala Val Ser Leu Glu Pro He Lys Ser Phe Glu Ala Pro Ala 
210 215 220 

Thr He Asn Ser Ala Ser Xaa His Pro Glu Lys Glu Phe Leu Val Ala 
225 230 235 240 

Gly Gly Glu Asp Phe Lys Leu Tyr Lys Tyr Asp Tyr Asn Ser Gly Glu 
245 250 255 

Glu Leu Glu Ser Tyr Lys Gly His Phe Gly Pro He His Cys Val Arg 
260 265 270 

Phe Ser Pro Asp Gly Glu Leu Tyr Ala Ser Gly Ser Glu Asp Gly Thr 
2:^ 280 285 

Leu Arg Leu Trp Gin Thr Val Val Gly Lys Thr Tyr Gly Leu Trp Lys 
290 295 300 

Cys Val Xaa Pro Glu Glu Asp Ser Gly Glu Leu Ala Lys Pro Lys He 
305 310 315 320 

Gly Phe Pro Glu Thr Ala Glu Glu Glu Leu Ala Glu Glu He Ala Ser 
325 330 335 

Glu Asn Ser Asp Ser He Tyr Ser Ser Thr Pro Glu Val Lys Ala 
340 345 350 



